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Supplementary Figure 3: Quantitative LC-MS/MS based metabolic flux measurements to establish the 
methionine induced anabolic program.
(Left panel) Quantitative LC/MS/MS based targeted metabolic flux measurements, using N15 ammonium sulfate 
labeling, to estimate nitrogen flux towards new amino acid synthesis in MM+Met compared to MM. The experiment was 
performed as illustrated in the schematic flow diagram. Data shown are the average of two biological replicates (with 
technical duplicates), with standard deviation. 
(Right panel) Quantitative LC/MS/MS based targeted metabolic flux measurements, using C13 glucose labeling, to 
estimate carbon flux towards new nucleotide synthesis in MM+Met compared to MM. Data shown are the average of 
two biological replicates (with technical duplicates), with standard deviation. * p-value < 0.05, ** p-value <0.01.


